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YAO-F TCAGCCCGGGACAAATAGAGGTAGGGGGAGAGTT

SgRNA cloned into binary vector(pCDC45-Cas9-1300)
1, Amplify the sgRNA-cassette (pAtU6-sgRNA, pAtU3b-sgRNA, pAt7SL-sgRNA) with corresponding primer pairs and purified the PCR products.
2, Digest 1μg of pCDC45-Cas9-1300 with HindIII and SalI and purified the constructs. List of primers used for construction of the multi-pCDC45-Cas9-1300.
Primer list
At7SL-sgRNA V7SL-F+V7SL-2R step4 
